Key indicators: single-crystal X-ray study; T = 93 K; mean (N-N) = 0.003 Å; R factor = 0.025; wR factor = 0.061; data-to-parameter ratio = 6.9.
Related literature
For the preparation of the starting material, 1,5-diaminotetrazole, see: Galvez-Ruiz et al. (2005) . For the preparation of 5-aminotetrazolium halogenide salts, see: Denffer et al. (2008) and of 1,5-diaminotetrazolium hydrochloride, see: He et al. (2009a) . For the bond distances and angles in a related structure, see: He et al. (2009b) . For van der Waals radii, see: http://biblo.chm.uri.edu/PeriodicTable/PeriodicTableoftheElements.htm.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: CrystalClear (Rigaku, 2008 ); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) . 
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Comment
The synthesis and study of nitrogen-rich energetic salts and highly energetic materials for possible military as well as civil applications has attracted considerable interest in recent years, especially the salts with tetrazole-containing compounds (Galvez-Ruiz et al., 2005; Denffer et al., 2008) . The nitrogen content of 5-amniotetrazole and 1,5-diaminotetrazole, which are primary sources for preparing energetic salts, is 82.3% and 84%, respectively. Denffer et al. (2008) reported the synthesis of 5-aminotetrazolium hydrochloride and determinated its crystal structure. Our rearch group has recently reported on the synthesis of the title compound (He et al.., 2009a,b) , and herein we report on its crystal structure.
The molecular structure of the title molecule is presented in Fig. 1 . It crystallizes with two independent 1,5-Diaminotetrazolium cations and two independent chloride anions per asymmetric unit. The bond distances and angles are as expected for a molecule of this kind, and are similar to the corresponding distances and angles reported by (He et al., 2009a,b) . The cations, excluding the N6 and N11 hydrogen atoms, are planar (maximum deviation 0.020 (2) Å).
The distance between the Cl1 anion and the plane formed by the cation ring 1, (= N1,N2,N3,N4,C1), is 0.445 (1) In the crystal there are a number of N-H···Cl hydrogen bonds which result in the foamation of a three-dimensional network (Table 1) .
Experimental
The starting material, 1,5-diaminotetrazole, was prepared according to the literature method (Galvez-Ruiz et al., 2005) .
1,5-diaminotetrazole (2.0043 g, 20.04 mmol) suspended in 40 mL of methanol, was reacted with 10 mL concentrated HCl. The reaction mixture was refluxed for 2 h and then the solvent was evaporated until precipitation occured. The concentrated solution was then placed in the refrigerator, and the white 1,5-diaminotetrazolium hydrochloride was obtained. The precipitate was filtered off and washed with water. The crude product was recrystallized from methanol (Yield: 2.4189 g, 88.6%).
Crystals suitable for X-ray structure determination were obtained by slow evaporation of a solution in methanol at rt.
Refinement
In the final cycles of refinement, in the absence of significant anomalous scattering effects, Friedel pairs were merged and Δf " set to zero. All the H-atoms were located in difference Fourier maps and were freely refined: N-H = 0.79 (4) -0.96 (4) Å.
supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of the title compound with the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level.
1,5-Diaminotetrazolium chloride
Crystal data 
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell esds are taken into account in the estimation of distances, angles and torsion angles
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
